FIGURE S1. YeaG is highly conserved within bacterial species and displays marked similarity to known eukaryotic-like serine-threonine kinases (eSTK) and ATPase Associated with diverse cellular Activities (AAA+) proteins. A. Phylogenetic dendrogram displaying the similarity between YeaG from E. coli MG1655 and other bacterial species. The rooted maximum likelihood tree was constructed using the MEGA 6 software. B. Alignment of the C-terminal eSTK domain from YeaG of E. coli MG1655 with well-characterised eSTK proteins: PrkC from Bacillus subtilis (1) and PnkB from Mycobacterium tuberculosis (2, 3) , as well as the eukaryotic PKA from Mus musculus (3) . Kinase subdomains (I to XI) are highlighted and sequences displaying 100% conservation are shaded in black. C. Alignment of the N-terminal AAA+ domain from YeaG of E. coli MG1655 with well-characterised ATPases: PspF and NtrC from E. coli, XylR from Pseudomonas putida and DactD from Sinorhizobium meliloti (4) . Conserved motifs are highlighted and sequences displaying 100% conservation are shaded in black.
FIGURE S2. The ∆rpoS mutant has a longer lag phase during "recovery" growth following sustained N starvation. The 'recovery' growth curves were obtained by determining the OD 600nm readings at half-hourly time points. 
